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         38512027|Mus_musculus ------------------------------MPEP--------VK--------------------SVP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSKILWNKFYYLPSF---------   138
         45768638|Homo_sapiens ------------------------------MPEP--------VK--------------------SAP----VPKKG---------------SKKAINK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSKCASRCSNSSAVT---------   138
         15030326|Mus_musculus ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSNIVCDSKDQK------------   135
         26331354|Mus_musculus ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSNFSRQNFSV-------------   134
      55589504|Pan_troglodytes ------------------------MTDSAIMPDP--------SK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRGR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREVQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   132
      55588104|Pan_troglodytes ------------------------------MPDP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------VQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSNIF-------------------   128
         51458767|Homo_sapiens ------------------------------MPDP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------VQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSNIF-------------------   128
       57353|Rattus_norvegicus -------------------------------MPE------------------------------VSAKGTTISKKG---------------FKKAVTK-------------------------------TQKKEG-----RKR------KRCR----KESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   127
    12025524|Rattus_norvegicus --------------------------------MP--------EV---------------------SAKGTTISKKG---------------FKKAVTK--------------------------TQ-----KKEG-----RKR------KRCR----EESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   127
         28316750|Mus_musculus -------------------------------MPE--------VA------------------VKGAT----ISKKG---------------FKKAVTK-------------------------------TQKKEG-----RKR------KRCR----KESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   127
         42542570|Homo_sapiens -------------------------------MPE------------------------------VSSKGATISKKG---------------FKKAVVK-------------------------------TQKKEG-----KKR------KRTR----KESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIASEAPRLAHYSKRSTISSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   127
         42542572|Homo_sapiens -------------------------------MPE------------------------------VSSKGATISKKG---------------FKKAVVE-------------------------------TQKKEG-----KKR------KRTR----KESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIASEASRLAHYSKRSTISSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   127
      55626024|Pan_troglodytes -------------------------------MPE------------------------------VSSKGATISKKG---------------FKKAVVK-------------------------------TQKKEG-----KKR------KRTR----KESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIASEASRLAHYSKRSTISSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   127
         24586679|Homo_sapiens --------------------------------MP--------EV---SS--------------KGAT----ISKKG---------------FKKAVVK-------------------------TQ------KKEG-----KKR------KRTR----KESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIASEASRLAHYSKRSTISSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   127
            31979|Homo_sapiens ------------------------------MPDP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KER------KRSR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
        62731|Cairina_moschata ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------TQKKGD-----KKR------KKSR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRSLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
           63450|Gallus_gallus ------------------------------MPEP--------AK--------------------SAP----APKKA---------------SKKAVTK-------------------------------TQKKGD-----KKR------KKSR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQXAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
           63454|Gallus_gallus ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------TQKKGD-----KKR------KKSR----KASYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
           63462|Gallus_gallus ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------TQKKGD-----KKR------KRAR----KESYSIYVYKVLKQVHPDTGISSKAMSIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
          64770|Xenopus_laevis ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------TPKKDG-----KKR------RKSR----KESYAIYVYKVMKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSAK---------------------   126
           86303|Gallus_gallus ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------TQKKGD-----KKR------RKSR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
          104696|Gallus_gallus ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------TQKKGD-----KKR------RRTR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
         296216|Xenopus_laevis ------------------------------MPDP--------AK--------------------SAP----AAKKG---------------SKKAVTK-------------------------------TQKKDG-----KKR------RKSR----KESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDVFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSAK---------------------   126
         296405|Xenopus_laevis ------------------------------MSDP--------AK--------------------SAP----AAKKG---------------SKKAVTK-------------------------------TQKKDG-----KKR------RKSR----KESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDVFERIAGEASRLAHYNKRSTITSREIQTAGRLLLPGELAKHAVSEGTKAVTKYTSAK---------------------   126
          1568551|Homo_sapiens ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDS-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
          1568557|Homo_sapiens ------------------------------MPEP--------SK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRTR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
          4504259|Homo_sapiens -------------------------MPELAKSAP-------------------------------------APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
          4504263|Homo_sapiens ------------------------------MPEP--------VK--------------------SAP----VPKKG---------------SKKAINK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
          4504269|Homo_sapiens ------------------------------MPDP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
          4504277|Homo_sapiens ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
         10800140|Homo_sapiens ------------------------------MPEP--------SK--------------------SAP----APKKG---------------SKKAITK-------------------------------AQKKDG-----KKR------KRSR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
         14602545|Homo_sapiens ------------------------------MPEP--------SK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
      55626086|Pan_troglodytes ------------------------------MPEP--------SK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
    27671691|Rattus_norvegicus ------------------------------MPEP--------SR--------------------STP----APKKG---------------SKKAITK-------------------------------AQKKDG-----KKR------KRGR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREVQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
         13386452|Mus_musculus ------------------------------MPEP--------SR--------------------STP----APKKG---------------SKKAITK-------------------------------AQKKDG-----KKR------KRGR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREVQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
    27686383|Rattus_norvegicus ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSAK---------------------   126
         55930912|Homo_sapiens ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSAK---------------------   126
    27686409|Rattus_norvegicus -------------------------MPETAKSAP-------------------------------------APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
    27693390|Rattus_norvegicus -------------------------MPELAKSAP-------------------------------------APKKG---------------SKKAVTK-------------------------------GQKKDG-----KKR------KRSR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIANEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSAK---------------------   126
    27693406|Rattus_norvegicus ------------------------------MPDP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------VQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
         20874851|Mus_musculus ------------------------------MPDP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------VQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
         55960983|Homo_sapiens ------------------------------MPDP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------VQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
         28173554|Homo_sapiens ------------------------------MPDP--------SK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRGR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREVQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
         28316760|Mus_musculus ------------------------------MPEP--------SK--------------------SAP----APKKG---------------SKKAISK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
         30061387|Mus_musculus ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKALTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
         30061391|Mus_musculus ------------------------------MPEP--------VK--------------------SVP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
         30061395|Mus_musculus ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
         30089704|Mus_musculus ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSAK---------------------   126
    34876384|Rattus_norvegicus ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
         18043865|Mus_musculus ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
      55626048|Pan_troglodytes ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
          4504257|Homo_sapiens ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
       55730592|Pongo_pygmaeus ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
           51317343|Bos_taurus ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
37857711|Rhacophorus_schlegeli ------------------------------MPEP--------AK--------------------SAP----AAKKG---------------SKKAVSK-------------------------------VQKKDG-----KKR------RKSR----KESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSAK---------------------   126
          41152402|Danio_rerio ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------TQKKGD-----KKR------RKTR----KESYAIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
         42542679|Homo_sapiens -----------------------------AEVSS--------KG---AT----------------------ISKKG---------------FKKAVVK-------------------------------TQKKEG-----KKR------KRTR----KESYSIYIYKVLKQVHPDTGISSKAMSIMNSFVTDIFERIASEASRLAHYSKRSTISSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
         45767717|Homo_sapiens ------------------------------MPEP--------VK--------------------SAP----VPKKG---------------SKKAINK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAREASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
47223817|Tetraodon_nigroviridi ------------------------------MPGP--------AK--------------------SAP----AAKKG---------------SKKAITK-------------------------------AQKKGD-----KKR------RKNR----KESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDIFERIASEGSRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
       50603656|Xenopus_laevis ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------TQKKDG-----KKR------RKSR----KESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDVFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSAK---------------------   126
   50604189|Xenopus_tropicalis ------------------------------MPDP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------TQKKDG-----KKR------RKTR----KESYAIYVYKVLKQVHPDTGISSKAMSIMNSFVNDVFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSAK---------------------   126
        50729218|Gallus_gallus ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------TQKKGD-----KKR------RKTR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
        50729234|Gallus_gallus ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------TQKKGD-----KKR------KKSR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
        50771389|Gallus_gallus ------------------------------MPEP--------AK--------------------STS----APKKG---------------SKKAVTK-------------------------------TQKKGD-----KKR------HKSR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
      55589506|Pan_troglodytes ------------------------------MPEP--------SR--------------------AAP----ASKKG---------------SKKAITK-------------------------------AQKKDG-----KKR------KRGR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIASEASRLAHYNKRSTITSREMQTAVRLLLPGELAKHAVSERTKAVTKYTSSK---------------------   126
      55625974|Pan_troglodytes ------------------------------MPEP--------TK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
         30061385|Mus_musculus ------------------------------MPEP--------TK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
         20336752|Homo_sapiens ------------------------------MPEP--------TK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
      55626070|Pan_troglodytes ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSAK---------------------   126
         20336754|Homo_sapiens ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSAK---------------------   126
      55626072|Pan_troglodytes ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KPSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSAK---------------------   126
      55626088|Pan_troglodytes ------------------------------MPDP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
         16306566|Homo_sapiens ------------------------------MPDP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
      55627892|Pan_troglodytes ------------------------------MPDP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVLPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
       55727407|Pongo_pygmaeus ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSC----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   126
         55777222|Mus_musculus -------------------------MPELAKSAP-------------------------------------APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSIYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIANEASRLAHYNKRSTITSREIQTSVRLLLPGELAKHAVSEGTKAVTKYTSAK---------------------   126
         56377667|Homo_sapiens ------------------------------MPEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----RKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLPHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSAK---------------------   126
              70716|Bos_taurus -------------------------------PEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   125
           350170|Homo_sapiens -------------------------------PEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------AQKKDG-----KKR------KRSR----KESYSVYVYKVLKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK---------------------   125
          70718|Xenopus_laevis -------------------------------PEP--------AK--------------------SAP----APKKG---------------SKKAVTK-------------------------------TPKKDG-----KKR------RKSR----KESYAIYVYKVMKQVHPDTGISSKAMGIMNSFVNDIFERIAGEASRLAHYNKRSTITSREIQTAVRLLLPGELAKHAVSEGTKAVTKYTSAK---------------------   125
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